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Figure 1: 121 PI Fl SSH sequence of 254 nucleotides (SEP ID: ) 

1 CATCACAGTC TTTGTATTTT TCTACTTCTG CCTTTAGCTG TTCCCTTTGG TCTCGAAGTG 

61 AAGAAAGCTC TTTTGCTAGC CTGGTTCGCT CTTCCGTTTC ACATCGGCCA ATTTTAGCTT 

121 TCTCAATGCT TTTCTGTAGG CTTGCATGCT TTTGACTTCC CTCAGACAAC TGAGATTCCA 

IS I GAACCTCCAA CTTATGTTTC CTTGCATGAA GAGCTTTACT TGGAAAAGCC CAATAATAAT 
241 TAGAAGTTCC GATC 

Figure 2: The cDNA and Amino Acid Sequence(s) 

Figure 2A. The cDNA (SEQ ID. NO. : ) and amino acid sequence (SEQ ID. NO. : ) of 

121P1F1. The start methionine is underlined. The open reading frame extends from nucleic acid 82-699 including 
the stop codon. 

1 ccaaaatcaaacgcgtccgggcctgtcccgcccctctccccaagcgcgggcccggccagc 
1 MSKKKGLSAEEKR 

61 ggaagcccctgcgcccgcgccATGTCAAAGAAAAAAGGACTGAGTGCAGAAGAAAAGAGA 

14TRMME IFSETKDVFQLKDLE 
12 1 ACTCCJCATGATGGAAATATTTTCTGAAACAAAAGATGTATTTCAATTAAAAGACTTGGAG 

34KIAPKEKG I TAMSVKEVLQS 
181 AAGATOGCTCCCAAAGAGAAAGGCATTACTGCTATGTCAGTAAAAGAAGTCCTTCAAAGC 

54LVDDGMVDCERIGTSNYYWA 
241 TTAGOTGATGATGGTATGGTTGACTGTGAGAGGATCGGAACTTCTAATTATTATTGGGCT 

74F PSKALHARKHKLEVLESQL 
3 01 TTTCCAAGTAAAGCTCTTCATGCAAGGAAACATAAGTTGGAGGTTCTGGAATCTCAGTTG 

94 S EGSQKHASLQKS I EKAKIG 
361 TCTGAGGGAAGTCAAAAGCATGCAAGCCTACAGAAAAGCATTGAGAAAGCTAAAATTGGC 
114 RCETEERTRLAKELSSLRDQ 
.4 21 CGATGTGAAACGGAAGAGCGAACCAGGCTAGCAAAAGAGCTTTCTTCACTTCGAGACCAA 
134 REQLKAEVEKYKDCDPQVVE 
481 AGGGi^ACAGCTAAAGGCAGAAGTAGAAAAATACAAAGACTGTGATCCGCAAGTTGTGGAA 
154 E I RQANKVAKEAANRWTDN I 
541 GAAATACGCCAAGCAAATAAAGTAGCCAAAGAAGCTGCTAACAGATGGACTGATAACATA 
174F A I K S W A K R K F G F E E N K I D R 

601 ttcg<:aataaaatcttgggccaaaagaaaatttgggtttgaagaaaataaaattgataga 
194 tfgipedfdyid* 

661 ACTTTTGGAATTCCAGAAGACTTTGACTACATAGACTAAAa t a 1 1 c ca t gg t gg t gaagg 
721 atgtacaagcttgtgaatatgtaaattttaaactattatctaactaagtgtactgaattg 
781 tcgtttgcctgtaactgtgtttatcattttattaatgttaaataaagtgtaaaatgcaaa 
841 aaaaaaaaaaaaaaaaaaaaaaaaaaa 
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Figure 2B, The cDNA (SEQ ID, NO. ; ) and amino acid sequence (SEQ ID. NO. : ) of 12IP1FI 

splice variant 1A. The start methionine is underlined. The open reading frame extends from nucleic acid 82-462 
including the stop codon. 

1 ccaaaatcaaacgcgtccgggcctgtcccgcccctctccccaagcgcgggcccggccagc 
MSKKKGLSAEEKR 

6 1 ggaagcccc tgcgcccgcgccATGTCAAAGAAAAAAGGACTGAGTGCAGAAGAAAAGAGA 

14TRMMEI FSETKDVFQLKDLE 
121 ACTCGCATGATGGAAATATTTTCTGAAACAAAAGATGTATTTCAATTAAAAGACTTGGAG 

34KIAPKEKGITAMSVK EVLQS 
131 AAGATTGCTCCCAAAGAGAAAGGCATTACTGCTATGTCAGTAAAAGAAGTCCTTCAAAGC 

54LVDDGMVDCERIGTSNYYWA 
241 TTAGTTGATGATGGTATGGTTGACTGTGAGAGGATCGGAACTTCTAATTATTATTGGGCT 

74FPSKALHARKHKLEVLESQD 
301 TTTCCAAGTAAAGCTCTTCATGCAAGGAAACATAAGTTGGAGGTTCTGGAATCTCAGGAC 

94PGCCFHEI IKVSYYRKFWLG 
361 CCTGGCTGCTGCTTCCATGAAATAATTAAAGTCTCCTATTATAGAAAATTCTGGCTGGGC 
114 AVAHACNPSTLGG* 

421 GCAGTGGCTCACGCCTGTAATCCCAGCACTTTGGGAGGCTGAggcgggcagatcacgagg 
431 tgactttcccccacccccacatgaagtgcaagatggagttgtctgagggaagtcaaaagc 
541 atgcaagcctacagaaaagcattgagaaagctaaaattggccgatgtgaaacggaagagc 
601 gaaccaggctagcaaaagagctttcttcacttcgagaccaaagggaacagctaaaggcag 
661 aagtagaaaaatacaaagactgtgatccgcaagttgtggaagaaatacgccaagcaaata 
721 aagtagccaaagaagctgctaacagatggactgataacatattcgcaataaaatcttggg 
7 81 ccaaaagaaaatttgggtttgaagaaaataaaattgatagaacttttggaattccagaag 
841 actttgactacatagactaaaatattccatggtggtgaaggatgtacaagcttgtgaata 
901 tgtaaattttaaactattatctaactaagtgtactgaattgtcgtttgcctgtaactgtg 
961 tttatcattttattaatgttaaataaagtgtaaaatgcaaaaaaaaaaaaaaaaaaaaaa 
1021 aaaaaaaa 
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Figure 2C. The cDNA (SEQ ID. NO. : _J and amino acid sequence (SEQ ID. NO. ; ) of 

121P1F1 splice variant IB. The start methionine is underlined. The open reading frame extends from nucleic acid 
501-860 including the stop codon. 

1 ccaaaatcaaacgcgtccgggcctgtcccgcccctctccccaagcgcgggcccgqccagc 
61 ggaag ccgg tqcgcccgcgccatgtcaaagaaaaaaggactgagtgcagaagaaaagaga 
121 actcgcatgatggaaatattttctgaaacaaaagatgtatttcaattaaaagacttggag 
181 aagattgctcccaaagagaaaggcattactgctatgtcagtaaaagaagtccttcaaagc 
241 ttagttgatgatggtatggttgactgtgagaggatcggaacttctaattattattgggct 

3 01 tttccaagtaaagctcttcatgcaaggaaacataagttggaggttctggaatctcaggac 
361 cctggctgctgcttccatgaaataattaaagtctcctattatagaaaattctggctgggc 
421 gcagtggctcacgcctgtaatcccagcactttgggaggctgaggcgggcagatcacgagg 

1 MKCKMELSEOSQKH 

4 81 tgactttcccccacccccac ATGA AGTGCAAGATGGAGTTGTCTGAGGGAAGTCAAAAGC 
15 ASLQKS IEKAKIGRCETEER 

541 ATGCAAGCCTACAGAAAAGCATTGAGAAAGCTAAAATTGGCCGATGTGAAACGGAAGAGC 

35 TRLAKELSSLRDQ REQLKAE 
6 01 GAACCAGGCTAGCAAAAGAGCTTTCTTCACTTCGAGACCAAAGGGAACAGCTAAAGGCAG 

55 VEKYKDCDPQVVEEIRQANK 
661 AAGTAGAAAAATACAAAGACTGTGATCCGCAAGTTGTGGAAGAAATACGCCAAGCAAATA 

75 VAKEAANRWTDNIFAIKSWA 
721 AAGTAGCCAAAGAAGCTGCTAACAGATGGACTGATAACATATTCGCAATAAAATCTTGGG 

95 KRKFGFEEN.KIDR TFGIPED 
781 CCAAAAGAAAATTTGGGTTTGAAGAAAATAAAATTGATAGAACTTTTGGAATTCCAGAAG 
115 F D Y I D * 

841 ACTTTGACTACATAGACTAAaatattccatggtggtgaaggatgtacaagcttgtgaata 
901 tgtaaattttaaactattatctaactaagtgtactgaattgtcgtttgcctgtaactgtg 
961 tttatcattttattaatgttaaataaagtgtaaaatgcaaaaaaaaaaaaaaaaaaaaaa 
1021 aaaaaaaa 
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Figure 2D. The cDNA (SEQ ID. NO* : ) and amino acid sequence (SEQ ID. NO. : ) of 

121P1F1 splice variant 2. The start methionine is underlined. Tne open reading frame extends from nucleic acid 
82-450 including the stop codon. 

l ccaaaatcaaacgcgtccgggc.ctgtcccgcccctctccccaagcgcgggcccggccagc 
1 MSKKKGLSASEKR 
61 ggaagcccctgcgcccgcgcc ATG T C AAAG AAAAAAG G AC TG AGTG C AGAAG AAAAG AG A 

14trmmei fsetkdvfqlkdle 
121 actcgtcatgatggaaatattttctgaaacaaaagatgtatttcaattaaaagacttggag 

34 k i a p ke kg i t a m s vkevl q 3 
181 aagattgctcc caaagagaaaggc attactgctatgtcagtaaaagaagtccttcaaag c 

54lvddgmvdcerigt-snyywa 
241 ttagttgatgatggtatggttgactgtgagaggatcggaacttctaattattattgggct 

74fpskalharkhklevlesql 
3 01 tttcc:aagtaaagctcttcatgcaaggaaacataagttggaggttctggaatctcagttg 

94 s egs qkhaslqks i e k a k i g 

3 61 tctgagggaagtcaaaagcatgcaagcctacagaaaagcattgagaaagctaaaattggc 
114 rcetakqik* 

421 CGATGTGAAACGGCCAAGCAAATAAAGTAGccaaagaagctgctaacagatggactgata 

4 81 acatattcgcaataaaatcttgggccaaaagaaaatt tgggtt tgaagaaaataaaattg 
541 atagaacttttggaattccagaagactttgactacatagactaaaatattccatggtggt 
601 gaaggatgtacaagcttgtgaatatgtaaattttaaactattatctaactaagtgtactg 
661 aattgtcgtttgcctgtaactgtgtttatcattttattaatgttaaataaagtgtaaaat 
721 gcaaaaaaaaaaaaaaaaaaaaaaaaaaaaaa 
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Figure 2E, The cDNA (SEQ ID, NO. : ) and amino acid sequence (SEQ ID. NO, : ) of 

121P1F1 splice variant 3, The start methionine is underlined. The open reading frame extends from nucleic ac 
82-654 including the stop eodon. 

I ccaaaatcaaacgcgtccgggcctgtcccgcccctctccccaagcgcgggcccggccagc 
I MSKKKGLSAESKR 
61 ggaaccccctgcgcccgcgc c ATGT C AAAG AAAAAAG G AC T G AG TG C AG AAGAAAAG AG A 
14TRMME IFSETKDVFQLKDLE 
121 ACTCGCATGATGGAAATATTTTCTGAAACAAAAGATGTATTTCAATTAAAAGACTTGGAG 

34KIAPKBKG I TAMSVKEVLQS 
131 AAGAITGCTCCCAJ^AGAGAAAGGCATTACTGCTATGTCAGTAAAAGAAGTCCTTCAAAGC 
54LVDDGMVDCERIGTSNYYWA 

241 ttagttgatgatggtatggttgactgtgagaggatcggaacttctaattattattgggct 

74fpskalharkhklevlesql 
301 tttccaagtaaagctcttcatgcaaggaaacataagttggaggttctggaatctcagttg 

94SEGSQKHASLQKS IEKAKIG 

361 tctgagggaagtcaaaagcatgcaagcctacagaaaagcattgagaaagctaaaattggc 
114 rceteert rlakelssiirdq 

421 CGATGJTGAAACGGAAGAGCGAACCAGGCTAGCAAAAGAGCTTTCTTCACTTCGAGACCAA 
134 REQLKAEVEKYKDCDPQVVE 
481 AGGGi=iACAGCTAAAGGCAGAAGTAGAAAAATACAAAGACTGTGATCCGCAAGTTGTGGAA 
154 EIHNI FAIKSWAKRKFGFEE 
541 GAAA1?ACATAACATATTCGCAATAAAATCTTGGGCCAAAAGAAAATTTGGGTTTGAAGAA 
174 NKIDRTFGIPEDFDYID* 
601 AATAJiAATTGATAGAACTTTTGGAATTCCAGAAGACTTTGACTACATAGACTAAaat at t 
661 ccatggtggtgaaggatgtacaagcttgtgaatatgtaaattttaaactattatctaact 
721 aagtgtactgaattgtcgtttgcctgtaactgtgtttatcattttattaatgttaaataa 
781 agtgtaaaatgcaaaaaaaaaaaaaaaaaaaaaaaaaaaaaa 
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Figure IF, The cDNA (SEQ ID. NO. : ) and amino acid sequence (SEQ ID. NO. : ) of 

12IP1F1 splice variant 4. The start methionine is underlined. The open reading frame extends from nucleic acid 
281-853 including the stop codon T 

1 gttttctgtattqtaatatgtagagcacattccagaactgctcagtttcgagttacctaa 

61 tggatcttcactgtgtgccaattagtcgatttctgtgaaaacgccccggtttctgccaaa 
121 gggcaggagtcgctgctcttgtgccgggtgctgctggttgtgtagggcgctgttgctttt 
181 ttaaggacgctctgcactgaattaggcttcctcgtgggtcatgatcagttaagtcctgtc 

I MMEIFSE 
241 aaagaaaaaaggactgagtgcagaagaaaagagaactcgcATGATGGAAATATTTTCTGA 

8TKDVFQLKDLEKIAPKEKGI 
3 01 AACAAAAGATGTATTTCAATTAAAAGACTTGGAGAAGATTGCTCCCAAAGAGAAAGGCAT 

28TAMSVKEVLQSLVDDGMVDC 
361 TACTGCTATGTCAGTAAAAGAAGTCCTTCAAAGCTTAGTTGATGATGGTATGGTTGACTG 

48 E R I GTS NYYWAF P S KALHAR 
421 TGAGAGGATCGGAACTTCTAATTATTATTGGGCTTTTCCAAGTAAAGCTCTTCATGCAAG 

68 KHKLEVLESQLSEGSQKHAS 
481 GAAACATAAGTTGGAGGTTCTGGAATCTCAGTTGTCTGAGGGAAGTCAAAAGCATGCAAG 

88 LQ KS IEKAKIGRCETEERTR 
541 CCTACAGAAAAGCATTGAGAAAGCTAAAATTGGCCGATGTGAAACGGAAGAGCGAACCAG 
108 LA.KELS SLRDQREQLKAEVE 
601 GCTAG CAAAAGAGCTTTCTTCACTTCGAGACCAAAGGGAACAGCTAAAGGCAGAAGTAGA 
128 KYKDCDPQVVEE IRQANKVA 
661 AAAATACAAAGACTGTGATCCGCAAGTTGTGGAAGAAATACGCCAAGCAAATAAAGTAGC 
14 8 KEAANRWTDNI FA I KS WAKR 
721 CAAAG AAGCTGCTAACAGATGGACTGATAACATATTCGCAATAAAATCTTGGGCCAAAAG 
168 KFGFEENKIDRTFGI PEDFD 
781 AAAAl'TTGGGTTTGAAGAAAATAAAATTGATAGAACTTTTGGAATTCCAGAAGACTTTGA 
188 Y I D * 

841 CTACATAGACTAAaatattccatggtggtgaaggatgtacaagcttgtgaatatgtaaat 
901 tttaaactattatctaactaagtgtactgaattgtcgtttgcctgtaactgtgtttatca 
961 ttttattaatgttaaataaagtgtaaaatgcagatgttcttcaccccttttggtagaaca 
1021 aaagcaggatgataaccatatccccccagtgctcatcaaagtaggacactaaaaatccat 
1081 ccatct cagtcaaagtcgagcggccgcgaatttagtagtagtagcggccgctctagagga 
1141 tccaagcttacgtacgcgtgcatgcgacgtcatagctcttctatagtgtcacctaaattc 
1201 aagtt 
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Figure 3: 

Figure 3A. Amino acid sequence of 121P1F1 (SEQ ID. NO. : ). The 121P1F! protein has 205 amino acids. 

1 MSKKKGL3AE EKRTRMMEIF SETKDVFQLK DLEKIAPKSK G I T AMS VKEV LQSLVDDGMV 
61 DCERIGTSNY YWAFPS KALH ARKHKLEVLE SQLSEGSQKH ASLQKSISKA KIGRCETEER 
121 TRLAKELSSL RDQREQLKAE VEKYKDCDPQ WEEIRQANK VAKEAANRWT DNIFAIKSWA 
181 KRKFGFEENK IDRTFGIPED FDYID 



Figure 3B. Amino acid sequence of 121P1F1 splice variant 1 A (SEQ ID. NO. : ). The 12 1P1F1 splice 

variant 1 A protein has 126 amino acids. 

1 MSKKEGLSAE EKRTRMMEIF SETKDVFQLK DLEKIAPKSK GITAMSVKEV LQSLVDDGMV 
61 DCERIGTSNY YWAFPS KALH ARKHKLEVLE SQDPGCCFHE IIKVSYYRKF WLGAVAHACN 
121 PSTLGG 



Figure 3C. Amino acid sequence of 121P1F1 splice variant IB (SEQ ID. NO. : ). The 12 IP IF 1 splice 

variant IB protein has 1 19 amino acids. 

1 MKCKMELSEG SQKHASLQKS IEKAKIGRCE TEERTRLAKE LSSLRDQREQ LKAEVEKYKD 
61 CDPQWEEIR QANKVAKEAA NRWTDNI FAI KSWAKRKFGF EENKIDRTFG IPEDFDYID 



Figure 3D,, Amino acid sequence of 121P1F1 splice variant 2 (SEQ ID. NO. : ). The 121P1F1 splice variant 

2 protein has 122 amino acids. 

1 MSKKKGLSAE EKRTRMMEIF SETKDVFQLK DLEKIAPKEK GITAMSVKEV LQSLVDDGMV 
61 DCERIGTSNY YWAFPS KALH ARKHKLEVLE SQLSEGSQKH AS LQKS IE KA KIGRCETAKQ 
121 IK 
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Figure 3E. Amino acid sequence of 121P1F1 spike variant 3 (SEQ ID. NO* : ). The 121P1F1 splice variant 

3 protein has 190 amino acids. 

1 MSKKKGLSAE ekrtrmmeif setkdvfqlk dlskiapkek gitahsvkev lqslvddgmv 

61 DCERIGTSNY YWAFP3 KALH ARKHKLEVLE SQLSEGSQKK ASLQKSIEKA KIGRCSTEER 
121 TRLAKELSSL RDQREQLKAE VEKYKDCDPQ WEE I HN I FA IKSWAKRKFG FEENKIDRTF 
181 GIPEDFDYID 



Figure 3F, Amino acid sequence of 121P1F1 splice variant 4 (SEQ ID. NO. : )* The 121P1F1 splice variant 

4 protein has 190 amino acids. 

1 MMEIFSETKD VFQLKDLEKI APKEKGITAM SVKEVLQSLV DDGMVDCERI GTSNYYWAFP 
61 SKALHARKHK LSVLESQLSE GSQKHA5LQK SIEKAKIGRC ETEERTRLAK ELSSLRDQRE 
121 QLKAEVEKYK DCDPQWEEI RQANKVAKEA ANRWTDNIFA IKSWAKRKFG FEENKIDRTF 
181 GIPEDFDYID 
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Figure 4A 

Amino Acid Alignments, 

Alignment of 121P1F1 protein and its variants. 

A) CLU3TAL W alignment of 121P1F1 and variants 1-3. 

121P1F01 MS KKKGL 3 AE E KRTRMME I FS E T KDV FQL KD L E K I A? KE KG I T AMS V KE 

svlA MSKKKGLSAEEKRTRMME I FSETKDVFQLKDLEKI APKEKGITAMSVKE 

svlB MKCKMELSEGSQKHASLQKSIEKAKIGRCETEERTRLAKELSSLRDQRE 

sv-2 MS KKKGLSAEEKRTRMME I FSETKDVFQLKDLEKI APKE KGI TAMSVKE 

SV-3 MSKKKGLSAEEKRTRMMEI FSETKDVFQLKDLEKI APKEKGI TAMSVKE 

12IP1F01 VliQSLVDDGMVDCERIGTSNYYWAFPSKALHARKHKLEVLESQLSEGSQK-HASLQKS-I 

svlA VLQSLVDDGMVDCERI GTSNYYWAFPSKALHARKHKLEVLESQDP - GCCF - HE 1 1 KVS YY 

svlB QLKAEVEK- YKDCDPQWEEIRQANKVAKEAANRWTDNIFAIKSWAKRKFGFEENKID- - 

sv-2 VLQSLVT5DGMV13CERIGTSNYYWAFPSKALHARKHKLEVXESQLSEGSQK-HAS 

sv- 3 VLQSLVDDGMVDCERIGTSNYYWAFPSKALRARKHKLEVLESQLSEGSQK- HASLQKS - 1 

121P1F01 EKAKI GRCETEERTRLAKELS SLRDQREQLKAEVEKYKDCDPQWEE I RQANKVAKE AAN 

svlA RKFWLGAVAHACNP STLGG 

SvlB RTFGIPEDFDYID- 

sv-2 EKAKIGRCETAKQIK 

sv-3 EKAKXGRCETEERTRLAKELSSLRDQREQLKAEVEKYKDCDPQVVEEIHNI FAI KSWAKR 

121P1F01 RWTDNI FAI KSWAKRKFGFEENKIDRTFGI PEDFDYID 

s vlA 

svlB 

sv-2 

sv-3 KFGFEENKIDRTFG I PEDFDYID 

Figure 4B 

Clustal alignment of 121P1F1 and variants 1A and 4 

1 15 16 30 31 45 46 50 61 75 76 90 

1 121P1F01 MSKKKGLSAEEKRTR MMEI FSETKDVFQLK DLEK I APKEKGI TAM SVKEVLQSLVDDGMV DCER I GTSNYYWAF P SKALHARKHKLEVLE 

2 sv-4 MMS I FSETKDVFQLK DLEK I APKEKGI TAM SVKEVLQSLVDDGMV DCER IGTSNYYWAFP SKALHARKHKLEVLE 

3 Sv-IA MSKXKGLSAEEKRTR MME I FSETKDVFQLK DLEKI APKEKGI TAM SVKEVLQSLVDDGMV DCER IGTSNYYWAFP SKALHARKHKLEVLE 

91 105 106 120 121 135 136 150 151 165 166 130 

1 121P1F01 SQLSEGSQKHRSLQK SIEKAKIGRCETEER TRLAKELSSLRDQRE QLKAEVEKYKDCDPQ WEE I RQANKVAKEA ANRWTDNI FAI KSWA 

2 sv-4 SQLSEGSQKKASLQK SIEKAKIGRCETEER TRLAKELSSLRDQRE QLKAEVEKYKDCDPQ WEE I RQANKVAKEA ANRWTDNI FA I KSWA 

3 sv-lA SQDPGCCFHEI IKVS YYRKFWLG AVAHACNPS TLGG 

181 195 196 210 211 

1 121P1F01 KRKFGFEENKIDRTF GI PEDFDYID 205 

2 sv-4 KRKFGFEENKIDRTF G I PEDFDYID 190 

3 SV-IA 126 
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Figure 4C 

C) Alignment with human GAJ 

Identities = 205/205 (100%), Positives = 205/205 (100%) 

I2IP1: I MS KKKGLS AEEKRTRMME I FSETKDVFQLKDLEKI APKE KGI TAMS VKEVLQS LVDDGMV 60 

MSKKKGLSAEEKRTRMME I FSETKDVFQLKDLEKIAPKEKGI TAMS VKEVLQS LVDDGMV 
Sbjct: 1 MSKKKGLSAEEKRTRMME I FSSTKDV FQLKDLEKI APKE KGI TAMS VKEVLQS LVDDGMV 60 

121P1: 61 DCERIGTSNYYWAFPSKALHARKHKLEVLESQLSEGSQKKASLQKSIEKAKIGRCETEER 120 

DCERIGTSNYYWAFPSKALHARKHKLEVLESQLSEGSQKHASIiQKSIEKAKIGRCETEER 
Sbjct: 61 DCERIGTSNYYWAFPSKALHARKHKLEVLESQLSEGSQKHASLQKSIEKAKIGRCETEER 120 

121P1: 121 TRLAKELSSLRDQREQLKAEVEKYKDCDPQVVEEIRQANKVAKEAANRWTDKIFAIKSWA ISO 

TRLAKELSSLRDQREQLKAEVEKYKDCDPQWEEIRQANKVAKEAANRWTDNI FAI KSWA 
Sbjct: 121 TRLAKELSSLRDQREQLKAEVEKYKDCDPQWEE I RQANKVAKEAANRWTDNI FAI KSWA 130 

121P1: 181 KRKFGFEENKIDRTFGIPEDFDYID 205 

KRKFGFEENKIDRTFGI PEDFDYID 
Sbjct: 181 KRKFGFEENKIDRTFGI PEDFDYID 205 
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Figure 4D 

D) Alignment with closest mouse homolog, a hypothetical 24,2 KDa protein. 

identities - 183/205 (89%), Positives - 193/205 (93%) 

121P1: I MS KKKGLS AE EKRTRMME I F S ETKDV FQLKBLE KI AP KE KG I TAMS VKE VLQS LVDDGMV SO 

MSKK+GLS EEKRTRMME I F ETIG3VFQLKDLEK+ APKE KGI TAMSVKEVLQS LVDDGMV 
Sbjct: 1 MSKKRGLSGEEKRTRMMEIFFETKDVFQLKDLEKLAPKEKGITAMSVKEVLQSLVDDC34V 60 

121P1: 61 DCEMGTSNYYWAFPSKALHARKHKLEVLESQLSEGSQKHASLQKSIEKAKIGRCETEER 120 

DCERI GTSNYYWAFPSKALHARK KLS L SQLS EGSQKHA LQKSIEKA++GR ETSER 
Sbjct: 61 DCERI GTSNYYWAFPSKALHARKRKLEALNSQLSEGSQKKADLQKS I EKARVGRQETEER 120 

121P1: 121 TRLAKELSSLRDQRSQLKAETOKYKDCDPQWEE IRQANKVAKEAANRWTDNI FAI KSWA 180 

LAKEL S RDQR+ QLKAEVEKY+ +CDPQWEE I R+ ANKVAKEAANRWTDNI FAI KSWA 
Sbjct: 121 AMLAKELF3 FRDQRQQLKAEVE KYRE CD PQWE E I REANKVAKSAANRWTDN I FAI KSWA ISO 

121P1: 181 KRKFGFEENKIDRTFGI PEDFDYID 205 

KRKFGFEE+KID+ FGI PEDFDYID 
Sbjct: 181 KRKFGFEESKI BKNFG I PEDFDYID 205 
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Figure 4E 

E. >gi I 1175412 | sp | Q09739 | YA53_SCHPO HYPOTHETICAL 24.2 KD PROTEIN C13A11. 03 
IN CHROMOSOME I 

gi | 7490630 jpir | |T37610 hypothetical coiled-coil protein - fission yeast 
(Schisosaccharomyces pombe) 

gi | 984224 I embj CAA90804 . 1 1 (Z54096) hypothetical coiled-coil protein 
[Schizosaccharomyces pombe] 
Length = 210 

Score = 121 bits (305) , Expect = 5e-27 

Identities = 81/202 (40%), Positives = 115/202 (56%) , Gaps = 6/202 (2%) 

Query: 5 KGLSAEEKRTRMMEIFSETKDVFQLKDLEKIAPKEKGITAMSVKEVLQSLVDDGMVDCER 64 

KGLS EKR R+ IF ++KD FQLK++EK+ K K I +VK+VLQSLVDD E4- 
Sbjct: 4 KGLSLAEKRRRLEAI FHDSKDFFQLKEVEKLGS K- KQI VliQTVKDVLQSLVDDNI VKTEK 62 

Query: 65 IGTSNYYWAFPSKALIL4RKHKLEVLESQLSEGSQKHASLQKSIEKAKIGR CSTEER 12 0 

IGTSNYYW+FPS A +R+ L L-H+QL + QK +L ++I K R E + 

Sbjct: 63 IGTSN Y YWS FPSDAKRSRES VLGSLQAQLDDLKQKS KTLDENI SFEKSKRBNEGTENDAN 122 

Query: 121 TRLAKELSSLRDQREQLKAEVEKYKDCDPQ WEE IRQANKVAKEAANRWTBNI FAX KSWA 18 0 

+ L + + + LK C+P+ E + K EAAN WTD I + ++ 

Sbjct: 123 QYTLELLHAKESELKLLKTQLSNLNH^ 132 

Query: 181 KRKFGFEENKIDRTFGIPEDFD 202 

R G + N+I IPED D 

Sbjct: 183 -RDMGADTNQIREYCS IPEDLD 203 
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Figure 5A 
121P1F1 Hydrophilicity profile 

(Hopp T.P., Woods K.R., 1981. Proc. Natl. Acad. Sci. U.S.A. 78:3824-3828) 
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Figure 5B 

121P1F1 variant 1a Hydrophilicity profile 

(Hopp TP., Woods K.R., 1981. Proc. Natl. Acad. Sci. U.S.A. 78:3824-3828) 
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Figure 6A 
121P1F1 Hydropathicity Profile 

(Kyte J., Doolittle R.F., 1982. J. Mol. Bio!. 157:105-132) 
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Figure 6B 

121P1F1 variant 1a Hydropathicity Profile 

(Kyle J., Dooiittle R.F., 1982. J. Moi. Biol. 157:105-132) 
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Figure 7 A 

121P1F1 % Accessible Residues Profile 

(Janin J M 1979. Nature 277:491-492) 




sd-80689 



•i mil" 



Figure 7B 

121P1F1 variant 1a % Accessible Residues Profile 

(Janin J., 1979. Nature 277:491-492) 
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Figure 8A 
121P1F1 Average Flexibility Profile 

(Bhaskaran R., Ponnuswamy P.K., 1988. 
Int. J. Pept. Protein Res. 32:242-255) 
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Figure 8B 

121P1F1 variant 1a Average Flexibility Profile 

(Bhaskaran R., Ponnuswamy P.K., 1988. 
Int. J. Pept. Protein Res. 32:242-255) 
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Figure 9A 
121P1F1 Beta-turn Profile 

(Deleage, G., Roux B. 1987. Protein Engineering 1:289-294) 
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Figure 9B 
121P1F1 variant 1a Beta-turn Profile 

(Deieage, G. f RouxB. 1987. Protein Engineering 1:289-294) 
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Figure 10 



1) 



121P1F01 
867 bp 



2) 



121P1F01 v.1 
1028 bp 



867 




1028(867) 



3) 



(421P1F01 v.2 
#52 bp 



1(1) 



432(432) 433(548) 



752(867) 



I 4) 

3 21P1F01 v.3 

-=822 bp 



1(1) 



547(547)548(593) 



822(867) 




Note: Numbers in "()" correspond to those of the original sequence. Black box shows the 
same sequence as the original one. SNPs are indicated above the box. 
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Hgure 11 



1) 



121P1F01 
205 aa 



205 



2) 



1(1) 



121P1F01 v.1A 
. 126 aa 



92(92) 



93 126 



3) 



B21P1F01 
f.1B 
8 119 aa 

S 4) 

T121P1F01 v.2 
9. 122 aa 



1 6 



1(1) 



7(93) 



117(117) 



119(205) 



118 122 

m 



5) 



121P1F01 v.3 
190 aa 



1(1) 



155(155)156(172) 190(205) 



6) 



121P1F01 v.4 
190 aa 



1(16) 



190(205) 



Note: Numbers; in "()" correspond to those of the original sequence. Black box shows the 
same sequence as the original one. Single amino acid variations are indicated above the 
box. 
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Figure 12 

Specific recognition of 121P1F1 antigen by anti-121P1F1 pAb 




1. Pre-immune 

2. Pre-immune 

3. Anti-121P1F1 

4. Anti-121P1F1 

5. Anti-121P1F1 
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